ABSTRACT Arcobacter species have been recovered from food and/or food animals, and several of these species are potential human pathogens. Arcobacter trophiarum was recovered from fecal samples taken from pigs on two Belgian farms. This study describes the whole-genome sequence of the A. trophiarum type strain LMG 25534 (ϭ64 T ϭCCUG 59229 T ).
The genome features for A. trophiarum strain LMG 25534 T are presented in Table 1 . The LMG 25534 T genome has a circular genome of 1,915,613 bp, with an average GC content of 28.2%. Protein-, rRNA-, and tRNA-encoding genes were identified as described previously (10) . The genome is predicted to contain 1,888 putative proteincoding genes, 21 pseudogenes, 5 rRNA operons, and 48 tRNA-encoding genes. Two genomic islands, approximately 48.3 and 23.5 kb in size, were identified in the LMG 25534 T chromosome. The islands are bounded by 17-and 18-bp direct repeats, respectively, with a gene encoding a phage integrase family site-specific tyrosine recombinase present on one end of each island. The largest genomic island encodes a type IIP restriction/modification system and contains genes for a P-type type IV conjugative transfer system. No plasmids or CRISPR/Cas systems were identified in the LMG 25534 T genome.
A noteworthy feature of the A. trophiarum strain LMG 25534 T genome is the 
